
GO:0022621 (7.96e-07)
shoot system
development

33/398 | 723/28397

GO:0048367 (7.96e-07)
shoot development
33/398 | 723/28397

GO:0051049 (0.000317)
regulation of

transport
12/398 | 172/28397

GO:0043269 (8.55e-05)
regulation of
ion transport

12/398 | 147/28397

GO:0009694 (0.00269)
jasmonic acid

metabolic process
10/398 | 160/28397

GO:0009695 (0.00358)
jasmonic acid

biosynthetic process
9/398 | 136/28397

GO:0044281 (6.67e-06)
small molecule

metabolic process
97/398 | 4065/28397

GO:0044282 (0.00175)
small molecule

catabolic process
29/398 | 932/28397

GO:0044283 (6.77e-06)
small molecule

biosynthetic process
56/398 | 1865/28397

GO:0006066 (5.52e-06)
alcohol metabolic

process
41/398 | 1143/28397

GO:0006519 (0.0305)
cellular amino

acid and derivative metabolic process
32/398 | 1324/28397

GO:0006082 (3.04e-08)
organic acid

metabolic process
68/398 | 2105/28397

GO:0042180 (1.94e-08)
cellular ketone

metabolic process
69/398 | 2123/28397

GO:0018904 (0.0366)
organic ether

metabolic process
5/398 | 66/28397

GO:0055086 (0.00577)
nucleobase, nucleoside

and nucleotide metabolic process
23/398 | 726/28397

GO:0016054 
organic acid

catabolic process

GO:0046164 (0.0118)
alcohol catabolic

process
17/398 | 491/28397

GO:0016053 (3.35e-06)
organic acid

biosynthetic process
41/398 | 1116/28397

GO:0051656 (7.26e-06)
establishment of

organelle localization
12/398 | 108/28397

GO:0051667 (5.52e-06)
establishment of

plastid localization
12/398 | 104/28397

GO:0051716 (0.00815)
cellular response

to stimulus
53/398 | 2355/28397

GO:0070887 (0.000205)
cellular response

to chemical stimulus
42/398 | 1417/28397

GO:0033554 (0.00502)
cellular response

to stress
38/398 | 1473/28397

GO:0071216 (0.00991)
cellular response
to biotic stimulus

10/398 | 197/28397

GO:0000165 (0.000414)
MAPKKK cascade
13/398 | 209/28397

GO:0016108 (8.98e-06)
tetraterpenoid metabolic

process
12/398 | 111/28397

GO:0016109 (3.01e-05)
tetraterpenoid biosynthetic

process
11/398 | 106/28397

GO:0016116 (8.98e-06)
carotenoid metabolic

process
12/398 | 111/28397

GO:0016117 (3.01e-05)
carotenoid biosynthetic

process
11/398 | 106/28397

GO:0065007 (0.0206)
biological regulation

113/398 | 6222/28397

GO:0050789 (0.0187)
regulation of

biological process
98/398 | 5235/28397

GO:0065009 
regulation of

molecular function

GO:0015849 (0.039)
organic acid

transport
11/398 | 289/28397

GO:0046942 (0.0344)
carboxylic acid

transport
11/398 | 283/28397

GO:0010207 (4.31e-08)
photosystem II

assembly
18/398 | 177/28397

GO:0050832 (0.0466)
defense response

to fungus
12/398 | 342/28397

GO:0046486 
glycerolipid metabolic

process

GO:0045017 
glycerolipid biosynthetic

process

GO:0006650 
glycerophospholipid metabolic

process

GO:0046483 (0.00312)
heterocycle metabolic

process
30/398 | 1023/28397

GO:0018130 (1.68e-05)
heterocycle biosynthetic

process
17/398 | 258/28397

GO:0000273 (0.0096)
lipoic acid

metabolic process
5/398 | 45/28397

GO:0046700 
heterocycle catabolic

process

GO:0033013 (4.43e-08)
tetrapyrrole metabolic

process
20/398 | 227/28397

GO:0009607 
response to

biotic stimulus

GO:0051707 
response to

other organism

GO:0006986 (0.0071)
response to

unfolded protein
10/398 | 187/28397

GO:0009605 (0.0134)
response to

external stimulus
29/398 | 1087/28397

GO:0009611 (0.0453)
response to wounding

12/398 | 340/28397

GO:0019538 
protein metabolic

process

GO:0044267 
cellular protein

metabolic process

GO:0051246 (9.44e-05)
regulation of

protein metabolic process
15/398 | 237/28397

GO:0080010 (0.000167)
regulation of

oxygen and reactive oxygen species metabolic process
13/398 | 188/28397

GO:0010310 (0.000582)
regulation of

hydrogen peroxide metabolic process
12/398 | 187/28397

GO:0051789 
response to

protein stimulus

GO:0071445 (0.0091)
cellular response

to protein stimulus
10/398 | 194/28397

GO:0019320 (0.0202)
hexose catabolic

process
16/398 | 476/28397

GO:0006007 (0.0195)
glucose catabolic

process
16/398 | 474/28397

GO:0009893 (0.000913)
positive regulation

of metabolic process
23/398 | 623/28397

GO:0009891 (0.000572)
positive regulation

of biosynthetic process
23/398 | 600/28397

GO:0051173 (0.000621)
positive regulation

of nitrogen compound metabolic process
20/398 | 480/28397

GO:0010604 (0.000473)
positive regulation

of macromolecule metabolic process
21/398 | 508/28397

GO:0031325 (0.000767)
positive regulation

of cellular metabolic process
23/398 | 615/28397

GO:0010557 (0.000324)
positive regulation

of macromolecule biosynthetic process
21/398 | 491/28397

GO:0031328 (0.000572)
positive regulation

of cellular biosynthetic process
23/398 | 600/28397

GO:0000302 (0.0438)
response to

reactive oxygen species
12/398 | 338/28397

GO:0002682 (0.00664)
regulation of

immune system process
16/398 | 419/28397

GO:0050794 
regulation of

cellular process

GO:0019222 
regulation of

metabolic process

GO:0048583 (0.0209)
regulation of

response to stimulus
20/398 | 667/28397

GO:0048518 (0.0303)
positive regulation

of biological process
24/398 | 896/28397

GO:0048519 
negative regulation

of biological process

GO:0032879 (0.000378)
regulation of
localization

13/398 | 207/28397

GO:0015996 (0.0233)
chlorophyll catabolic

process
5/398 | 58/28397

GO:0015994 (5.74e-07)
chlorophyll metabolic

process
17/398 | 189/28397

GO:0015995 (2.26e-05)
chlorophyll biosynthetic

process
12/398 | 125/28397

GO:0015992 
proton transport

GO:0010155 (0.0031)
regulation of

proton transport
7/398 | 77/28397

GO:0009863 (0.000146)
salicylic acid

mediated signaling pathway
18/398 | 349/28397

GO:0009862 (0.00056)
systemic acquired

resistance, salicylic acid mediated signaling pathway
14/398 | 251/28397

GO:0006886 (0.0274)
intracellular protein

transport
27/398 | 1044/28397

GO:0006605 (0.00959)
protein targeting

26/398 | 906/28397

GO:0009867 (1.21e-05)
jasmonic acid

mediated signaling pathway
18/398 | 282/28397

GO:0042254 (0.00161)
ribosome biogenesis
18/398 | 437/28397

GO:0006364 (6.03e-05)
rRNA processing

18/398 | 324/28397

GO:0050776 (0.00664)
regulation of

immune response
16/398 | 419/28397

GO:0033014 (8.98e-06)
tetrapyrrole biosynthetic

process
14/398 | 160/28397

GO:0006629 (3.75e-06)
lipid metabolic

process
55/398 | 1772/28397

GO:0044255 (3.34e-07)
cellular lipid

metabolic process
50/398 | 1395/28397

GO:0008610 (1.49e-08)
lipid biosynthetic

process
48/398 | 1159/28397

GO:0009308 (0.0437)
amine metabolic

process
26/398 | 1034/28397

GO:0009309 (0.00187)
amine biosynthetic

process
20/398 | 527/28397

GO:0009310 
amine catabolic

process

GO:0044106 (0.016)
cellular amine

metabolic process
26/398 | 947/28397

GO:0008652 (0.00108)
cellular amino

acid biosynthetic process
20/398 | 503/28397

GO:0019318 
hexose metabolic

process

GO:0006006 (0.0337)
glucose metabolic

process
17/398 | 554/28397

GO:0043412 (4.26e-07)
macromolecule modification

86/398 | 3199/28397

GO:0009451 (0.0365)
RNA modification

14/398 | 418/28397

GO:0006464 (9.04e-06)
protein modification

process
73/398 | 2773/28397

GO:0009269 (0.00574)
response to
desiccation

5/398 | 39/28397

GO:0035303 (9.93e-06)
regulation of

dephosphorylation
13/398 | 137/28397

GO:0035304 (8.98e-06)
regulation of

protein amino acid dephosphorylation
13/398 | 135/28397

GO:0044042 (0.000194)
glucan metabolic

process
20/398 | 432/28397

GO:0006073 (0.000159)
cellular glucan

metabolic process
19/398 | 388/28397

GO:0016071 (0.0179)
mRNA metabolic

process
14/398 | 381/28397

GO:0016556 (1e-07)
mRNA modification
14/398 | 101/28397

GO:0016072 (6.23e-05)
rRNA metabolic

process
18/398 | 325/28397

GO:0010016 (1.96e-06)
shoot morphogenesis
27/398 | 529/28397

GO:0048827 (0.00568)
phyllome development

18/398 | 497/28397

GO:0048366 (0.0128)
leaf development

16/398 | 451/28397

GO:0009965 (0.00117)
leaf morphogenesis
16/398 | 347/28397

GO:0045941 (0.000465)
positive regulation

of transcription
20/398 | 467/28397

GO:0010556 
regulation of

macromolecule biosynthetic process

GO:0045449 
regulation of
transcription

GO:0006753 (0.0031)
nucleoside phosphate

metabolic process
23/398 | 687/28397

GO:0009117 (0.003)
nucleotide metabolic

process
23/398 | 685/28397

GO:0010103 (9.48e-05)
stomatal complex
morphogenesis

12/398 | 149/28397

GO:0009416 (0.000256)
response to

light stimulus
37/398 | 1188/28397

GO:0009414 (0.0151)
response to

water deprivation
15/398 | 416/28397

GO:0009415 (0.0177)
response to water
15/398 | 424/28397

GO:0010363 (0.00224)
regulation of

plant-type hypersensitive response
16/398 | 371/28397

GO:0048513 (0.000621)
organ development
53/398 | 2083/28397

GO:0009887 (0.0242)
organ morphogenesis
19/398 | 629/28397

GO:0015672 
monovalent inorganic

cation transport

GO:0043687 (0.00033)
post-translational protein

modification
54/398 | 2075/28397

GO:0006468 (0.00193)
protein amino

acid phosphorylation
33/398 | 1134/28397

GO:0006470 (8.98e-06)
protein amino

acid dephosphorylation
16/398 | 214/28397

GO:0034637 (0.000205)
cellular carbohydrate
biosynthetic process
32/398 | 941/28397

GO:0033692 (0.00402)
cellular polysaccharide
biosynthetic process
19/398 | 523/28397

GO:0016138 (0.047)
glycoside biosynthetic

process
9/398 | 215/28397

GO:0023046 
signaling process

GO:0023060 
signal transmission

GO:0006970 (0.0294)
response to

osmotic stress
23/398 | 842/28397

GO:0009651 (0.0283)
response to
salt stress

22/398 | 788/28397

GO:0006631 (0.0026)
fatty acid

metabolic process
21/398 | 587/28397

GO:0006644 (2.37e-05)
phospholipid metabolic

process
23/398 | 472/28397

GO:0006720 (2.18e-09)
isoprenoid metabolic

process
32/398 | 500/28397

GO:0006979 
response to

oxidative stress

GO:0046474 
glycerophospholipid biosynthetic

process

GO:0006655 (0.00116)
phosphatidylglycerol biosynthetic

process
7/398 | 63/28397

GO:0046471 (0.00125)
phosphatidylglycerol metabolic

process
7/398 | 64/28397

GO:0009814 (0.00512)
defense response,

incompatible interaction
19/398 | 536/28397

GO:0009627 (0.00193)
systemic acquired

resistance
18/398 | 445/28397

GO:0042793 (0.000421)
transcription from
plastid promoter
8/398 | 72/28397

GO:0006098 (0.000287)
pentose-phosphate shunt

13/398 | 200/28397

GO:0006355 
regulation of

transcription, DNA-dependent

GO:0008219 (0.0137)
cell death

17/398 | 500/28397

GO:0060548 (0.0149)
negative regulation

of cell death
9/398 | 174/28397

GO:0012501 (0.0128)
programmed cell

death
16/398 | 451/28397

GO:0010941 (0.00492)
regulation of
cell death

16/398 | 405/28397

GO:0006090 (2.61e-06)
pyruvate metabolic

process
23/398 | 398/28397

GO:0019288 (1.49e-08)
isopentenyl diphosphate

biosynthetic process, mevalonate-independent pathway
21/398 | 229/28397

GO:0006091 (1.49e-08)
generation of

precursor metabolites and energy
37/398 | 730/28397

GO:0022900 (0.000747)
electron transport

chain
10/398 | 133/28397

GO:0019684 (2.53e-13)
photosynthesis, light

reaction
32/398 | 333/28397

GO:0009733 
response to

auxin stimulus

GO:0071365 
cellular response
to auxin stimulus

GO:0042214 (0.0366)
terpene metabolic

process
5/398 | 66/28397

GO:0009737 (0.00468)
response to

abscisic acid stimulus
21/398 | 621/28397

GO:0009734 (0.0449)
auxin mediated

signaling pathway
5/398 | 70/28397

GO:0006520 (0.0134)
cellular amino

acid metabolic process
25/398 | 882/28397

GO:0009072 
aromatic amino

acid family metabolic process

GO:0009069 (2.81e-05)
serine family

amino acid metabolic process
17/398 | 271/28397

GO:0000096 (0.000451)
sulfur amino

acid metabolic process
20/398 | 465/28397

GO:0009063 
cellular amino

acid catabolic process

GO:0007275 (0.0293)
multicellular organismal

development
75/398 | 3864/28397

GO:0048731 (0.000621)
system development
53/398 | 2083/28397

GO:0009791 
post-embryonic development

GO:0043067 (0.00412)
regulation of

programmed cell death
16/398 | 397/28397

GO:0043069 (0.0132)
negative regulation

of programmed cell death
9/398 | 170/28397

GO:0046777 (8.08e-05)
protein amino

acid autophosphorylation
12/398 | 146/28397

GO:0045088 (0.00605)
regulation of

innate immune response
16/398 | 415/28397

GO:0019219 
regulation of

nucleobase, nucleoside, nucleotide and nucleic acid metabolic process

GO:0045935 (0.000615)
positive regulation

of nucleobase, nucleoside, nucleotide and nucleic acid metabolic process
20/398 | 479/28397

GO:0051252 
regulation of

RNA metabolic process

GO:0045087 (0.0242)
innate immune

response
25/398 | 930/28397

GO:0009626 (0.00453)
plant-type hypersensitive

response
16/398 | 401/28397

GO:0019748 (3.26e-08)
secondary metabolic

process
49/398 | 1247/28397

GO:0009820 (0.000218)
alkaloid metabolic

process
14/398 | 225/28397

GO:0006721 (0.000629)
terpenoid metabolic

process
15/398 | 290/28397

GO:0019757 (0.0128)
glycosinolate metabolic

process
10/398 | 205/28397

GO:0000271 (0.00274)
polysaccharide biosynthetic

process
21/398 | 590/28397

GO:0009106 (0.0096)
lipoate metabolic

process
5/398 | 45/28397

GO:0006769 (0.000454)
nicotinamide metabolic

process
13/398 | 212/28397

GO:0005996 (8.22e-07)
monosaccharide metabolic

process
35/398 | 804/28397

GO:0006796 (6.77e-06)
phosphate metabolic

process
50/398 | 1571/28397

GO:0019220 (0.00028)
regulation of

phosphate metabolic process
14/398 | 231/28397

GO:0016311 (9.41e-06)
dephosphorylation
17/398 | 245/28397

GO:0016310 (0.00784)
phosphorylation

35/398 | 1354/28397

GO:0006790 (9.18e-05)
sulfur metabolic

process
27/398 | 683/28397

GO:0044272 (0.0001)
sulfur compound

biosynthetic process
22/398 | 486/28397

GO:0016143 (0.0128)
S-glycoside metabolic

process
10/398 | 205/28397

GO:0006793 (6.77e-06)
phosphorus metabolic

process
50/398 | 1572/28397

GO:0051174 (0.00028)
regulation of

phosphorus metabolic process
14/398 | 231/28397

GO:0048523 
negative regulation
of cellular process

GO:0048522 (0.0154)
positive regulation
of cellular process
23/398 | 793/28397

GO:0008104 
protein localization

GO:0045184 
establishment of

protein localization

GO:0034613 (0.0177)
cellular protein

localization
28/398 | 1059/28397

GO:0031348 (0.00357)
negative regulation

of defense response
13/398 | 273/28397

GO:0007165 (0.0337)
signal transduction

38/398 | 1670/28397

GO:0007242 (0.00446)
intracellular signaling

cascade
34/398 | 1252/28397

GO:0031347 (0.00453)
regulation of

defense response
19/398 | 529/28397

GO:0042440 (4.09e-11)
pigment metabolic

process
30/398 | 361/28397

GO:0046149 (0.0233)
pigment catabolic

process
5/398 | 58/28397

GO:0046148 (4.26e-09)
pigment biosynthetic

process
24/398 | 282/28397

GO:0018409 (0.0466)
peptide or

protein amino-terminal blocking
16/398 | 529/28397

GO:0006498 (0.0466)
N-terminal protein

lipidation
16/398 | 529/28397

GO:0044093 (0.0104)
positive regulation

of molecular function
8/398 | 130/28397

GO:0043085 (0.00997)
positive regulation
of catalytic activity
8/398 | 129/28397

GO:0009314 (0.000702)
response to

radiation
37/398 | 1263/28397

GO:0006662 (0.0366)
glycerol ether

metabolic process
5/398 | 66/28397

GO:0009767 (2.26e-05)
photosynthetic electron

transport chain
10/398 | 80/28397

GO:0009773 (5.69e-05)
photosynthetic electron

transport in photosystem I
8/398 | 51/28397

GO:0009902 (5.52e-06)
chloroplast relocation
12/398 | 104/28397

GO:0010035 
response to

inorganic substance

GO:0009620 
response to fungus

GO:0009617 (0.00211)
response to
bacterium

21/398 | 577/28397

GO:0010033 (2.39e-05)
response to

organic substance
71/398 | 2754/28397

GO:0009743 (0.02)
response to

carbohydrate stimulus
23/398 | 812/28397

GO:0071310 (0.000947)
cellular response

to organic substance
36/398 | 1234/28397

GO:0009751 (0.00131)
response to

salicylic acid stimulus
19/398 | 470/28397

GO:0009753 (6.59e-05)
response to

jasmonic acid stimulus
22/398 | 471/28397

GO:0009725 (0.00984)
response to

hormone stimulus
35/398 | 1375/28397

GO:0009073 (0.0109)
aromatic amino

acid family biosynthetic process
7/398 | 100/28397

GO:0051704 
multi-organism process

GO:0009658 (4.31e-07)
chloroplast organization

19/398 | 237/28397

GO:0030968 (0.021)
endoplasmic reticulum

unfolded protein response
9/398 | 185/28397

GO:0016114 (0.0031)
terpenoid biosynthetic

process
13/398 | 268/28397

GO:0006807 (0.00215)
nitrogen compound
metabolic process

111/398 | 5675/28397

GO:0006139 
nucleobase, nucleoside,

nucleotide and nucleic acid metabolic process

GO:0051171 
regulation of

nitrogen compound metabolic process

GO:0034641 (1.53e-08)
cellular nitrogen

compound metabolic process
53/398 | 1373/28397

GO:0006800 (0.000417)
oxygen and

reactive oxygen species metabolic process
17/398 | 347/28397

GO:0042743 (0.000291)
hydrogen peroxide
metabolic process
17/398 | 335/28397

GO:0046496 (0.000454)
nicotinamide nucleotide

metabolic process
13/398 | 212/28397

GO:0006739 (0.00033)
NADP metabolic

process
13/398 | 204/28397

GO:0023034 (0.0209)
intracellular signaling

pathway
15/398 | 433/28397

GO:0006984 (0.00883)
ER-nuclear signaling

pathway
10/398 | 193/28397

GO:0034660 (3.01e-05)
ncRNA metabolic

process
23/398 | 481/28397

GO:0023033 (0.00368)
signaling pathway
19/398 | 519/28397

GO:0032268 (3.43e-05)
regulation of

cellular protein metabolic process
15/398 | 215/28397

GO:0044264 (0.00733)
cellular polysaccharide

metabolic process
20/398 | 601/28397

GO:0051186 (1.01e-10)
cofactor metabolic

process
42/398 | 753/28397

GO:0051188 (1.2e-08)
cofactor biosynthetic

process
27/398 | 388/28397

GO:0006732 (0.000187)
coenzyme metabolic

process
22/398 | 508/28397

GO:0006778 (4.31e-08)
porphyrin metabolic

process
20/398 | 226/28397

GO:0051187 (0.0305)
cofactor catabolic

process
6/398 | 92/28397

GO:0044262 (4.26e-07)
cellular carbohydrate
metabolic process

58/398 | 1778/28397

GO:0044275 (0.0136)
cellular carbohydrate

catabolic process
18/398 | 545/28397

GO:0005984 (4.62e-05)
disaccharide metabolic

process
15/398 | 221/28397

GO:0016137 (0.00896)
glycoside metabolic

process
12/398 | 268/28397

GO:0044260 (0.0156)
cellular macromolecule

metabolic process
150/398 | 8616/28397

GO:0042157 
lipoprotein metabolic

process

GO:0016070 
RNA metabolic

process

GO:0034645 
cellular macromolecule
biosynthetic process

GO:0044265 
cellular macromolecule

catabolic process

GO:0031163 (0.000631)
metallo-sulfur cluster

assembly
9/398 | 103/28397

GO:0009108 (0.0031)
coenzyme biosynthetic

process
10/398 | 164/28397

GO:0006779 (7.93e-06)
porphyrin biosynthetic

process
14/398 | 157/28397

GO:0016226 (0.000631)
iron-sulfur cluster

assembly
9/398 | 103/28397

GO:0009886 (0.032)
post-embryonic morphogenesis

16/398 | 503/28397

GO:0050790 
regulation of

catalytic activity

GO:0009889 
regulation of

biosynthetic process

GO:0031326 
regulation of

cellular biosynthetic process

GO:0080135 (0.00274)
regulation of

cellular response to stress
16/398 | 379/28397

GO:0031323 (0.0389)
regulation of

cellular metabolic process
59/398 | 2928/28397

GO:0046490 (1.53e-08)
isopentenyl diphosphate

metabolic process
21/398 | 233/28397

GO:0009240 (1.53e-08)
isopentenyl diphosphate

biosynthetic process
21/398 | 233/28397

GO:0031399 (2.26e-05)
regulation of

protein modification process
13/398 | 150/28397

GO:0006497 
protein amino
acid lipidation

GO:0043543 (0.0366)
protein amino
acid acylation

17/398 | 560/28397

GO:0018193 (0.00175)
peptidyl-amino acid

modification
22/398 | 610/28397

GO:0051234 (2.59e-05)
establishment of

localization
87/398 | 3652/28397

GO:0006810 (0.0031)
transport

76/398 | 3577/28397

GO:0051649 (0.00033)
establishment of
localization in cell

44/398 | 1554/28397

GO:0000097 (0.00116)
sulfur amino

acid biosynthetic process
15/398 | 309/28397

GO:0009070 (4.8e-05)
serine family

amino acid biosynthetic process
15/398 | 222/28397

GO:0008654 (3.3e-06)
phospholipid biosynthetic

process
23/398 | 405/28397

GO:0046394 (3.35e-06)
carboxylic acid

biosynthetic process
41/398 | 1116/28397

GO:0006633 (0.000324)
fatty acid

biosynthetic process
16/398 | 303/28397

GO:0046395 
carboxylic acid

catabolic process

GO:0050896 (0.000867)
response to stimulus
123/398 | 6292/28397

GO:0042221 (2.26e-05)
response to

chemical stimulus
93/398 | 3978/28397

GO:0009628 (2.21e-05)
response to

abiotic stimulus
69/398 | 2635/28397

GO:0048585 (0.00914)
negative regulation

of response to stimulus
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Fig. S4. Gene ontology (GO) analysis of upregulated genes in NbRPL10A-silenced samples when compared to vector control (VC) samples

without any pathogen treatment. The differentially expressed genes from RNA seq data of N. benthamiana were used for BLAST analysis to

find Arabidopsis homologs and the unigenes from Arabidopsis were submitted to pathway analysis using agriGo analysis tool

(http://bioinfo.cau.edu.cn/agriGO/).

http://bioinfo.cau.edu.cn/agriGO/



